Depletion of CD11c
+ cells in the CD11c-DTR model drives expansion of unique CD64 + Ly6C + monocytes that are poised to release TNFα.
Supporting methods:
Microarray Analysis, Normalization and Validation.
To analyze the data from microarray experiments UCL Affymetrix Mogene 2.0
and Immgen Affymetrix Mogene 1.0 were background corrected, preprocessed and normalized separately using the "oligo" package from Bioconductor [1] , specifically the "rma" method [2] . Expression data was then filtered to contain only probe sets present on both Mogene 1.0 and 2.0 platforms. They were combined and renormalized to remove batch effects using the "sva" package from Bioconductor ("ComBat" method) [3] . To show the relationship between sample groups we used the R programming language to plot principal components and classic multidimensional scaling projections of the samples. Significantly differentially expressed genes were selected using the limma method from Bioconductor [4] . The
Neutrophil expression data used for Figure 4 were quantile normalized to the PBS Ly6C + and DT Ly6C + samples for comparison of relative gene expression.
We used gene set enrichment analysis [5] to determine expression overlap between our expression data and other curated signatures in the Broad Institute's online database: MsigDB [6] . 
